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ZZTiRaN 5 ” 0 Target IDs were not found” [&. SureDesign’7 / s T—R3ZX—X D
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47“7—%;.%—(@' EEDODEI—TybDAH/NLYDIE
o rorger D were e found B e Report.txtFF D CoverageMIEH T
FEERLTZE0Y, 0B LLIFIELV ALY D D
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Total Probes Size: 157.069 kbp
Recommended Minimum Sequencing per Sample: 31.413 Mbp

# Target Parameters

Databases: RefSeq, Ensembl, CCDS, Gencode, VEGA, SNP, CytoBand TargetlD Interval Regions Size Databases Coverage HighCover LowCover:
Region: Coding Exons A1BG chr19:588! 8 1860 Gencode, | 0 0 8
Region Extension: 10 bases from 3' end and 10 bases from 5' end. AICF chr10:525( 12 2159 Gencode, | 0 0 12
Allow Synonyms: No A2ML1 chr12:897! 36 5109 Gencode, | 0 0 36
A3GALT2 chr1:3377: 5 1123 RefSeq 0 0 5

A4AGALT  chr22:430¢ 1 1357 Gencode, | 0 0 1

#Target and Probe Details A4GNT  chr3:1378« 2 1063 Gencode, | 0 0 2
# TargetlD: The identifier entered in the Targets list. AACS chr12:125! 18 2379 Gencode, | 0 0 18
# Interval: The genomic interval of the target. AADAC  chr3:1515; 5 1312 Gencode, | 0 0 5
# Regions: The number of regions within this target. AADACL2 chr3:1514! 5 1306 Gencode, | 0 0 5
# Size: The total size (in base pairs) of the regions. AADACLS |chr1:1277) 4 1137)Gencode, | 0 0 4
AADACL4 chr1:1270: 4 1304 Gencode, | 0 0 4

# Database(s): The databases in which this target was found. AADAT  chra:1709¢ 14 1610 Gencode, | 0 0 14
# Coverage: Bases overlapped by probes (extended +/- 100 bp) to represent likely capture. AAED1  chr9:9940« 6 801 RefSeq 0 0 6
# HighCoverage: Number of regions with overlap >= 90%. AAK1 chr2:6968t 22 3490 Gencode, | 0 0 22
# LowCoverage: Number of regions with overlap < 90% AAMDC | chr11:775! 3 429 RefSeq 0 0 3
AAMP chr2:2191: 11 1598 Gencode, | 0 0 11

AANAT  chrl7:744¢ 4 839 Gencode, | 0 0 4

TargetlD Interval Regions Size Databases Coverage HighCover LowCoverage AAR2 chr20:348" 3 1215 RefSeq 0 0 3
A1BG chr19:588! 8 1860 Gencode, | 0 0 8 AARD chr8:1179" 2 508 RefSeq 0 0 2
A1CF chr10:525¢ 12 2159 Gencode, | 0 0 12 AARSD1  chr17:411( 20 2448 Gencode, | 0 0 20
AZM chr12:922( 36 5191 Gencode, | 100 36 0 AASDH  chrd:5720« 14 3615 Gencode, | 0 0 14
1 T p—— e e e | n n e AASDHPPT chr11:105¢ 6 1050 Gencode, | 0 0 6

» M| catalog nrobes test NP Renort /¥ AATF chr17:353( 12 1923 Gencode, | 0 0 12
AATK chr17:790¢ 15 4472 Gencode, | 0 0 15

ABCA10 chrl7:671: 40 5640 Gencode, | 0 0 40

T » ABCA11P chr4:4295¢ 6 3167 Gencode 0 0 6

| ABCA13  chr7:4821: 63 16531 Gencode, | 0 0 63
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FH-ZDFeIH—F 0728571_Report.pdf
EMEm—iO— = maiEiR 0728571_Report. txt
— 0 = Test-ProbePU_1
ijfj_j-{i v | Test-ProbePU_1_AlTracks.bed
L
Test-ProbePU_1_Covered.bed 3
SureSelect T H» Test-ProbePl_1_Regions.bed
k. GuideTest 130802 1 Test-ProbePU_1_Report.txt
. - - Test-ProbePU_1_Targets.txt
EHiE: H. sapiens [ [¥] Test-ProbePU_2
JO—= Test-ProbePU_2_AllTracks.bed I
Test-ProbePU_2_Covered.bed
FR-TE 133 Test-ProbePll_2_Regions.bed -
L =4 10.01% kbp
= .
{EAETfE e - o Tier 1 —— PR

UCSCEa — [ﬁ"ﬁ:‘:/l:l‘—F ]/
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A A—kTESIF7MAILIETERTY,

<ProbeGroup44>_Report.txt <ProbeGroup#£>_ Covered.bed

_ﬁ File Summary track nam!a:”1209187Chih0TestUplcad" descriptior
File Type: SureSelect Desizn Report chrl 1385047 1385437 ATAD3C
Created By: SureSelect Advanced Design Wizard chrl 1385712 1386432 ATAD3C
User: chiho_voshida®azilent .com chri 1387024 1383044 ATADZC
Yorkegroup: Agilent chrl 1388212 1388602 ATAD3C
Folder: Test_Collaborat lon_CY chrl 1389306 1390326 ATAD3C
Timestanp: 18-8ep-2012 chi
ch o
— —
1 ProbeGrouplZAEN% © ProbeGrouplZ&END

- Probe MDbedZ7AIL

a

ch

@ Probe group, 7A—7

Plati N

. ~ LS chrl 1401218 1401338 ATAD3C

ﬁ\ Ca pture Slzetd‘& -U-7 chrl 1402247 1404377 ATAD3C
ﬁu';[]i U _%?Eﬁ LT_ 77 ,r ) L chrl 1407055 1407325 ATAD3C, ATAD3B
Probe . I:I = chrl 1407360 1407480 ATAD3C, ATAD3B
chrl 1407493 1408213 ATAD3C, ATAD3B
# Probe Sumnary chrl 1409171 1409441 ATAD3C, ATADIB
Total Probes: 2764 chrl 1410164 1411904 ATAD3C, ATAD3B
Tatal Prokes Size: 70.000 kbp chri 1412590 1413070 ATAD3C, ATAD3B
Recommended Mininun Sequencing per Sample: 7.000 Mhe chrl 1413650 1414670 ATAD3C, ATAD3B

<ProbeGroup#4>_ Targets.txt <ProbeGroup44>_ Regions.bed <ProbeGroup#> _ AllTracks.bed

# File Type: Input Targets File [track nam;la:”120918_ChihoTestUpIoad" descriptior
# Timestamp: 12-Mar—2013 chrl 1385047 1385437 ATAD3C [track nam!a:”1209187Chih0TestUplcad" descriptior
# User: test@agilent.com chrl 1385712 1386432 ATAD3C chrl 1385047 1385437 ATAD3C
# Created By SureSelect DNA P chrl 1387024 1388044 ATAD3C chrl 1385712 1386432 ATAD3C '
# Species H sapiens (H. sapiens, chrl 1388212 1388602 ATAD3C chrl 1387024 1388044 ATAD3C
chri 1389306 1390326 ATAD3C

3 C* ProbeGrouplZ&E N5
cTS i N . 12
oL O—J Rt . gﬁ;ﬁriwa';baihé Probe, 4—4"wk. $g&t
oy RGO fE— o ed/7 TEHAS1=LE Dbed
e NP e J J74IL

chis B I
F3I

a

o

chrl 1407055 1407325 ATAD3C, ATAD3B chrl 1402247 1404377 ATAD3C
STeslAZ chrl 1407360 1407480 ATAD3C, ATAD3B chrl 1407055 1407325 ATAD3C, ATAD3B
cachzL chrl 1407493 1408213 ATAD3C, ATAD3B chrl 1407360 1407480 ATAD3C, ATAD3B
hIR4305 chri 1409171 1409441 ATAD3C, ATAD3B chrl 1407493 1408213 ATAD3C, ATAD3B
chrl 1410164 1411904 ATAD3C, ATAD3B chrl 1409171 1409441 ATAD3C, ATAD3B
chrl 1412590 1413070 ATAD3C, ATAD3B chrl 1410164 1411904 ATAD3C, ATAD3B
chrl 1413650 1414670 ATAD3C, ATAD3B chrl 1412590 1413070 ATAD3C, ATAD3B
chrl 1413650 1414670 ATAD3C, ATAD3B

.
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BEDI7AILZEUCSCDT /) LTS IOHFIZHRRALIN YO ELTAUR—b35E LTDIFEHRERAZENEEET,

Reg|0ns. 1 Scale gl Wﬁﬁ: I hatd
theiTs 41,187, 700] 41,187,754 41,187, 808
M TN"SG'.' RH'I:IHE Aa1lent TargetEnrichiient - Test-Frobefl_1 - Target redions of infterest diven as input to probe selection
1
Cove red T — A211ent TargefEnr iChiment = Test<FrobeFl_{ - Genomic redions overlapped by probes
] —" failent TargetEneichaent = Test-ProbePl_{ - Target regions of interest that uill not be sequenced
1

Missed Regions
Target Regions; B BIMDA—%4 v B &L TSureDesign| 24 > Tk =F2UN - 5B (BRE
TEEMN>=EEBED)

Covered Regions ; X &t Ch/\—nf-1E1E

Missed Regions; 5% &t TE /& 2 T=region
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6. [UucsCView)ZE9)v995E.UCSCDT /LTSI HIZ, THAVDABNIRTRIN=DIITR—UHEHEE
EXC R

SureSelect DNATFF 22K T MBI AERD

T DR UCSC Genome Browser on Human Feb. 2009 (GRCh37/hg19) AssemblyI
AT uoE AR move zoomin [1.5x] [ 3x ] [10x ] [ base | zoom out [ 1.5x ][ 3x ] [ 10x]

BIEFE R IR
Sy Py T — chri:55 237 345-55 239 206 1,864 bp. | enter position, gene symbal or search terms ‘
Select Existing Probes |chr‘-‘.-‘ s = Emil = § 5 IETEm 21, 51, [ | |
ek
Zcale 588 hases| { h213
chr7 55,235, ana| 55,235, 508| 55,239, aaa|
corm AZilent SureSclect DMA — GUideTEST_138802_1 — GEhomic Fregiohs overlapped bBU probes
SureSelect TH 7, — EEFR , I
— UCEC Genes (RefIeq, GenBank, CCDE, Rfam, tRHAS & Comparative Genomicsh
. L T AT RO
BT PG_Test_1303 EGFF - 11
EGFFR -
HindE H. sapiens ECFR w
: =
Jo—= EGFF - _—
EGFF -
jl:l_jﬁi 263 Fefseq Genes
_'j__’fx- 13.50?- pr Fefiey Genes

L
Humah mEMAS from GenBank
HUman mRHAS .

{HETIETE: @) Tier 1

FTimple Hucleotide Folumorphiisms (dBSNF 1372 Found in >= 13 Oof Samples
commor EHFE(137) I 111 | I |

Eepeating Elements by RepeatMasker
RepestMasker .

I

UICSC Yiew ArO—F
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AVDER-HIRNTEEFEAE
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[FH A4 F—FEFL 5] TH
mAxRALTLIZELY,

BET5I1E. A—LETDLTH
A AR T RINIZHD
[ContinuelRELESY v oL T
=,

i®

| Continue i\

N —

ATV DEN/ERE

~JI'F - Add/Review Contentf

SureSelect DNA(F ) 2L T OBAREED
FHADEE @ [ SUTUUBN DR
P OALTIOEN R O BETEEI IS B SHA IO FEFHLET
BT SRS O FO-FEPFO-F

FO-FEOFLFO-—F
Select Existing Probes

SureSelect TH 12,

E=la8 PG_Test_130313

@ Select prabes from an

existing Design or Probegroup

BROTYALELITO-FEN—Fa T A TOI0-FEFFAsENLET | -

SEE -
O ST EI AT A AET

FA-FE =TTy

2]
EWiE: H. sapiens ) ) o
o i B4y S—4yby- JO-JH IO-FuA UP-FERE  Fhvay
JO—TH: 1113 PG 130312 67 13.785 kbp 268 18507 kbp 1 Remove | Modify
A 75.918 kb
(HEEE: oTieH ? Oncogenel_1 238 39.069 kbp 845 5741 kbp 1 Remaove | Modify
UCSC View AooO—F
FHAO AL % E
.
SureDesign (< AR
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FH A DRSS

O

HaloPlex SureSelect DMNA
==

(5

TR

FH A AER:

PG_Test_130313
SureSelect DNA | B Fh I LA 12-3-2013

o

PG2_Test_130312
HEELE L 12-3-2013
Oncogenel_1

.

EELELE 26-2-2013

Complete

Complete

T ARRR: BTERALT

PG2_Test_130312
Surebelect DNA | Downloaded 12-3-2013

- Q

iy

Oncogenel
SureSelect DNA | Ordered 26-2-2013
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Ste p5 7 }/ 4 } J 4x AT LB A B OEER
) BIZFEL I —F o PRSI O — R T A ALE T
1. THAURABENEEL=E. (o7 ViEN s bt o Prabesros
AIRDEIRIFTICOTHAUET7A4R
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® ZOFHAEIFSAALET

*FINLBEDIEEEETTHE. THAODRT— Ty p—— o

BFm T LR dZ0- 39— A ATOI0-JEF Y LASEILE T | v

R ZH\DrafthoCompletel2EHY , THAUVAR 25 B 5ybE A—Foby- JO-TW IO-THA UE—FEB  7IYAY
0) %E 'V‘) ﬁlj B% (j: T%E(U L) fd—) PG2_Test_130312 67 13.785 kbp 268 18.507 kbp 1 Remaove | Modify
Oncogenel_1 238 39.06% kbp 845 57.411 kbp 1 Remaove | Modify

* DA FITARXTBRBE CDTHAUFRITTOL
UrDEESISELNFT A, ERICA—F—TF
AFETIIEEIIFBREINEEA

THA D —FERALD =2 AR

SureSelect DNA(PF /2F) T @i /iR ol a8

THADEE J
T AEN AR
bt Sl e e )

ZOTHAVEIPAF S X THEMITEE L, Tr-(3 S AT 2E RO LN T E T,

o FHAEARTEUEYET.
o T DRENETANET.

JR—FOFyda-t o TR T UL OBIETR SEEINE . BB ERL. BV I RO ST T T THEINE
Select Existing Probes Hhoo
b IPAFIAL
SureSelect FH A2/
Ep PG_Test_130313
— > — N3 -~ - -
> ~ . ‘
2. [FHA2DI74F51 R )R %Y
S JO-7
- 00—l "3
)7L TS -
= RS 75.918 kbp

(THEDRERE: @) Tier 1

UCSC View Aea-F
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» I74F 54X

#E: SureDesign: THA> 0481301 Hop{+3/LanELk

— > N — > — T'Xl P21 04 VB PR 0 2 rie e IE @00 220 0240 1261 1280 1300 1320 34 1360 1380 400 1420 440 461 14810 1800 1621 1541
3. THAUBIFAFSARENICEES L
%ug_u_d—éE mallh{ ﬁfiéh—c('\é}_ SureDesign: SureSelect DNA design finalized
- ~ W
)I/T Pbx?ﬁ':%%éhij-o :0))(—)[, Your SureSelect DNA design PG_Test_730373_1 has been finalized, and the design files have been transferred to Agilent's manufacturing facility.
': (j:u-F @lt%#&hﬁgaﬁéhtb \ia— o The design will not be manufactured until you place an order.

Design details
H H Application: SureSelect DNA
- Appllcatlon % Design Mame: PG_Test_130313_1
gl B ~ Design ID: 0481391
T Ij /r/% Species: H. sapiens

Finalization Date: 2013-03-13 00:40:50.0

*Design ID
" QE%*E Agilent Technologies
*FinalizeL7=H

Contact support: informatics supporti@aailent.com
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5. [F0o0—R)REVED )9 ILET,
6. FTrSLfzDownloadEBIE FAD[F O O—RIRE2E5)vILET,

SureDesign HoO—F AT - Henn—f &
i Test-ProbePU
SureSelect DNA(ZZF 421D FHAET A O - P T EERL TS
[=] [v 0728571 il
J . 0728571_Covered.bed
T AT L 0728571 Report.pdf
AT PG_Test_130313 0728571_Report.xt
T 1D: 0481371 = Test-ProbePU_1
HEMIFE: H. sapiens Test-ProbePU_1_AllTracks.bed

m

S 1350 Test-ProbePU_1_Covered.bed
S Test-ProbePU_1_Regions.bed

ST 75,918 kbp Test-ProbePU_1_Report.txt

AP 0 Tier 1 Test-ProbePU_1_Targets. txt

= Test-ProbePU_2
THATAR "Agilent-5D-0° =05 —F 03 LA IFTENE LR

Test-ProbePU_2_AllTracks.bed P
Test-ProbePU_2_Covered.bed
A—s— ESICAUICEYET R ArO—F CSC View Test-ProbePU_2_Regions.bed =
BALD Arrao-p l

Sy ALDFTLO- S
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Bl
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8) HEI7AILDARIELTETY,
<Design ID>_Report.txt <Design ID>_Report.pdf <Design ID>_Covered.bed

_ﬁ File Summary i \'\ “n Tﬁ\ [track nam!a:”1209187Chih0TestUplcad" descriptior
File Type: Surelelect Desien Report SIIIBDESIQII SureSelect Design Report » '_{’ U e chrl 1385047 1385437 ATAD3C
. | x|

Created By: Sureelect hdvanced Design Wizard chrl 1385712 1386432 ATAD3C

ﬁsei: ch\hoﬁ?Thlfa@agl lent .com [y —— chri 1387024 1388044 ATAD3C
orkgroup: agllen

Folder: Test Collaboration CY User: mark_hartnett@agilent.com File Type: SureSelect Design Report chrl 1388212) 1388602/ ATAD3C
I : o - Workgroup: Agilent Created By SureSelect Advanced Design Wizard chrl 1389306 1390326 ATAD3C

Tinestamp: 18-3ep-2012 Folder: Agilent Date: 18-Sep-2012 ch

« DesignlZ&ENSHProbe

it Design| 2 & E L SHProbe

ch
Desis 8 Design Name: 120918_Chily « MbedZ7AIL
Spec — & p———— ] — A
5, group, TA—IH, v DesignlSE F A HProbe :
. ~ LS 1] — . chrl 1401218 1401338 ATAD3C
§ Pre Ca th re SIZeti & -H-? J :Irnh:grofu; 5‘;]ummar',r2 grou p S j D —j %& S chrl 1402247 1404377 ATADZC
=X [ umber of Frobegroups.
= — ] . <~ L chrl 1407055 1407325 ATAD3C, ATAD3B
gggsz E naﬁ LT.?T’()[/ E::::::ﬁ:; Eﬂ:::ﬁ; Ca ptu re Slzet:kt -U--“? U - chrl 1407360 1407480 ATAD3C, ATAD3B
T T = n hri 1407493 1408213 ATAD3C, ATAD3B
Probe Summary % g ﬁ :7 )l/ € B
# Probe Sumary B “E L’T 74’ chrl 1409171 1409441 ATAD3C, ATADIB
Total Probes: 2764 Total Probes Size: 3.516 Mbp chrl 1410164 1411904 ATAD3C, ATAD3B
Total Probes Size: 70.000 kbp Minimum Sequencing: 351552 Mbp chrl 1412590 1413070 ATAD3C, ATAD3B

chri

1413650 1414670 ATAD3C, ATAD3B

Recommended Minimum Sequencing per Sample: 7.000 Mbp

&-Probe GroupZ#4ILEZEDT7AIL;
<Probe Group#>_Report.txt <ProbeGroup4a> Covered.bed. All Track.bed.. Region.bed

HFile Sunmary

File Type: SureSelect Prohe Upload Repart track namla— 120918_ChihoTestUpload" descriptior
Created By: SureSelect Advanced Design Wizard chrl - 1385047 1385437 ATAD3C
= Ai *L %) chrl 1385712 1386432 ATAD3C

F
A %‘ Probegrou P ( -3 chrl 1387024 1383044 ATAD3C

3 S~ LS chrl 1388212 1388602 ATAD3C
‘ D YA X15E
] Probe . & chu 1389306 1390326 ATAD3C
g

1 7[ I
ﬁa)-'j- J %ProbeGroup( Mbed

Duplicate Probes Removed: 0

robe bt ot 1 I ILIER (p41ZSHR)

New Frobes: 0

Probegroup Size: 3.450 How chr1 1401218 1401338 ATAD3C

#Probe Upload Paraneters chrl 1402247 1404377 ATAD3C

file lane: 08004 1) ine.duholesene Probes chrl 1407055 1407325 ATAD3C, ATAD3B

rohe Precedence: Overwrite

Boost ingi serProvided chrl 1407360 1407480 ATAD3C, ATAD3B
chrl 1407493 1408213 ATAD3C, ATAD3B
chrl 1409171 1409441 ATADSC, ATAD3B
chrl 1410164 1411904 ATAD3C, ATAD3B
chrl 1412590 1413070 ATAD3C, ATAD3B

+ chrl 1413650 1414670 ATAD3C, ATAD3B
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= A ; Agilent SureDesign
[suredesign_noreply@agilent.com]

A k)L ; SureDesign: SureSelect DNA ¥vrD$H RFE
TIRFELET

B FHAUERS SV RBELYRETREL -
SRV ES

6) 7oL HESERLLITEYRWERGEEL D
RIBBYEEDRT > FHiEAN
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N ATROTR
sllre \( Ay <\ !

HE: SureDesign: SureSelect DNA SyhOERIEEMGELET
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SureDesign: Request for quote

We have received your request-for-quote for the following SureSelect DNA kit:

Design Details
Design ID: 04777

Design Name: Oncogene
Species: H. sapiens

Kit Details

Sequencing Platform: HiSeq

# Reactions: 16

Quantity: 1

Design Part Number: 5130-4806
Reagent Kit Part Number: G3611A

Company details
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TEL: 0120-477-111
E-mail : email_japan@agilent.com
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